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Antibodies
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Eukaryotic cell lines
Policy information about cell lines

Cell line source(s)

Authentication

obtained from the R package MotifDb (version 1.24.1) with the ID Hsapiens-HOCOMOCOv10-CTCFL_HUMAN.H10MO.A. The accession numbers of methylation and
CTCF binding data from the ENCODE portal are listed in the Source Data. For the geneset enrichment analysis, the “H” collection was used from the MSigDB
database (http://software.broadinstitute.org/gsea/msigdb/index.jsp). The DepMap data were obtained from https://ndownloader.figshare.com/files/16757666 and
https://figshare.com/articles/DepMap_GeCKO_19Q1/7668407 for the DepMap Public 19Q3 and DepMap GeCKO 19Q1 libraries, respectively. CPC-GENE data
obtained from the European Genome-phenome Archive with the accession number EGA: EGAS00001000900.

CRISPRi screen were done using two replicates for each time point for three different cell lines. RNA-seq were performed with the sample size
of two for each cell line at each condition. Since these are in-vitro analyses using cell line models, two replicates are typically sufficient to
address the variability.

Whole genome bisulfite sequencing data of one ENCODE cell line was removed from subsequent analyses due to low read coverage (less than
5 reads). The cutoff was determined arbitrarily based upon the distribution of read coverage across all ENCODE WGBS data.

For each experiment, all attempts at replication were successful. Experiments were performed at least 2-3 times.

Randomization not deemed essential for this study because the fundamental findings were made using cell lines and no case/control study
was performed.

Blinding not deemed essential for this study because the fundamental findings were made using cell lines nd no case/control study was
performed.

6ug of ab4729 (Abcam) for H3K27AC ChIP in V16A cells

Mumbach MR, Satpathy AT, Boyle EA, et al. Enhancer connectome in primary human cells identifies target genes of disease-
associated DNA elements. Nat Genet. 2017;49(11):1602!1612. doi:10.1038/ng.3963

22Rv1 and A549 cell lines were obtained from the American Type Culture Collection (ATCC® CRL-2505 and ATCC® CCL-185)
while HEK293FT cell line was obtained from ThermoFisher (R70007). The LNCaP-derived V16A cell line has been previously
described (Bishop et al. Cancer Discovery (2017).

All cell lines were authenticated by STR using Geneprint10 panel system (TCAG, Canada).




